, and the characteristic function, 1 2 ( , , ) G s s t , given in Eq. (4) of Ref. [3] , one easily recovers the MM equation in the steady-state.
It is well known in enzyme kinetics that the MM equation holds for enzymes in the steady-state. The authors of Ref. [3] obtained the result inconsistent with the MM equation because they investigated the enzyme system in a nonstationary state. For example, Eq. (7) in Ref. [3] is the probability density of the time elapsed for the very first enzymatic turnover in N enzyme system under the synchronized initial condition ( Fig. 1(a) ), under which all the enzymes in the system synchronously start catalytic reactions at time 0. The authors showed that the first moment of Eq. (7) in Ref. [3] does not satisfy the MM equation, which is expected because the equation is not the enzymatic turnover time distribution of N-enzyme system in the steady-state.
The correct turnover time distribution, ( ) st N t  , for a system of N enzymes in the steady-state, shown in Fig. 1 
probability that none of enzymes in the system has completed a catalytic turnover during time t , since an enzyme, say 1 E , in the system completed the last catalytic turnover event at time 0. In the steady-state, ( ) N S t can be factorized into [9] . From these equations, we obtain
The first moment
obeys the MM equation, if the mean enzymatic turnover time 1 t of a single enzyme does [5, 6] , because
, which is in direct contradiction with Ref. [3] .
In Fig. 2 , a comparison between our theory and simulation is made, which clearly shows that Eq. (1) is the correct turnover time distribution of the system of N enzymes in the steady-state; in contrast, Eq. (7) in Ref. [3] is the probability density, . The values of other parameters are the same as those used in Ref. [3] .
